Here, we report the draft genome sequence of a marine bacterium, Mycolicibacterium sp. strain 018/SC-01/001, isolated from the marine sponge Iotrochota sp. collected from the Singapore Strait. The analysis of the bacterial genome using the bioinformatics tool antiSMASH 4.0.2 revealed the presence of a number of unique natural product biosynthetic pathways.
secondary metabolism gene family (secondary metabolism clusters of orthologous groups [smCOGs]) functions were selected with strict detection parameters that detect only well-defined clusters containing all required parts. A total of 16 biosynthetic gene clusters were identified and predicted, as follows: there are three clusters encoding the biosynthetic pathway for type 1 polyketide synthase (T1PKS), two type 1 polyketide synthase, nonribosomal peptide synthetase (T1PKS, NRPS) gene clusters, two type 3 polyketide synthase (T3PKS) gene clusters, two nonribosomal peptide synthetase (NRPS) gene clusters, three nonribosomal peptide synthetase-like (NRPS-like) gene clusters, two terpenes, one bacteriocin, and one arylpolyene cluster.
The Mycolicibacterium sp. 018/SC-01/001 genome sequence and the number of unique secondary metabolite biosynthetic gene clusters suggest that the bacterial strain may be a promising source of potentially novel molecules, as supported by the mass spectrometry-based metabolomics analysis of the organic extracts using the molecular networking platform (9) .
Data availability. The raw sequence data have been deposited and made publicly available at DDBJ/ENA/GenBank under accession number PRJNA551549. The SRA data details have been deposited at DDBJ/ENA/GenBank under accession number SRX6373421. The whole-genome shotgun project has been deposited at DDBJ/ENA/ GenBank under accession number VKAA00000000. The version described in this paper is the first version, VKAA01000000.
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